. The appearance of a band with a different migration pattern (green highlights) in lanes containing the complex represents a positive result (e.g. ScaC/D37), while a negative result (e.g. ScaC/D5) is given by the appearance of only the individual dockerin and cohesin bands (red highlights). ScaC interacts with group-3 dockerin D37 but not with groups-1, -4 or -6 dockerins D5, D51 or D61. ScaB3 binds to group-1 dockerins D5, D7 and D18. Gel C shows the binding of both group-2 dockerins to ScaE and ScaH. Figure S5 . Alignment of the dockerins belonging to groups 4 and 2. Group-4 dockerins exhibit an atypical two-fold symmetry that resembles modules of type I rather than type III, prevalent in R. flavefaciens. The dominant cohesin-recognition residues at positions 10-11 and 17-18 of the two repeats are Gly/Ala-Arg/Ile/Val and Leu-Thr/Ser, respectively. Interestingly, the three dockerins of group-2 (marked in red), comprising the first Ca +2 -binding loop-helix motif alone, are remarkably conserved with respect to the canonical 1 st helix-loop segment of group-4 dockerins. The alignment was performed in Clustal Omega (http://www.ebi.ac.uk/Tools/msa/clustalo/). Dockerins are numbered according to Table 1 . Note the insertions of group-4 ScaB and CttA XDocs that are absent in other members of the group. These insertions have been shown to form supporting buttresses that interact with the upstream X-module of the above-mentioned scaffoldins (23, 30) . Residues involved in Ca +2 -binding are designated in cyan while residues involved in cohesin recognition are highlighted in yellow.
